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Value of the data
The study shows that in genetically and clinically diverse populations, Russian and Mexican ones, the mutations of the mitochondrial genome are differently related to cardiovascular disease.
In samples from Russian population, mitochondrial heteroplasmy level of m.5178C4A and m.14459G4A were significantly higher in men and women with CVD, respectively. In samples from Mexican population, heteroplasmy level of these mutations was significantly higher in CVD-free study participants. Estimation of the associations of as much as possible mitochondrial mutations with risk factors and clinical signs of coronary heart disease and atherosclerosis provides an important source for further investigation of the role of mitochondrial heteroplasmy level in the development of cardiovascular pathology.
Data
Clinical and laboratory characteristics of Russian and Mexican study participants are presented in Tables 1 and 2. Table 3 demonstrates statistical significance of the differences in clinical and biochemical characteristics between Russian and Mexican study participants.
Mitochondrial heteroplasmy level in Russian and Mexican study participants is presented in Tables 4 and 5 .
In samples from Russian population, heteroplasmy level of m.5178C 4 A is significantly higher in male study participants with CVD than in healthy men; heteroplasmy level of m.14459G 4A prevails significantly in women with CVD.
In the sample from Mexican population, heteroplasmy level of m.13513G 4 A and m.652insG prevails significantly in men with CVD, heteroplasmy level of m.3336T 4 C, m.5178C 4A, m.14459G 4A, m.14846G 4A and m.1555A 4 G are significantly higher in healthy men; m.652insG is significantly higher in female study participants with CVD, and m.3256C 4 T, m.3336T4 C, m.14459G 4A -in CVD-free women. Table 6 demonstrates statistical significance of the difference of mitochondrial heteroplasmy level between Russian and Mexican study participants. 
Experimental design, materials and methods
Previously we have developed a quantitative assay of mutant allele measurement for mitochondrial heteroplasmic mutations [1] and demonstrated significant differences between unaffected areas and atherosclerotic lesions in human aortic intima [2] . Further the association of mitochondrial genetic variation with vascular diseases and carotid atherosclerosis has been demonstrated [3] [4] [5] [6] .
In this study, the association of heteroplasmy level of mitochondrial mutations with CVD in Russian and Mexican populations was estimated. In total, 300 participants (150 in Russia, and 150 in Mexica) were included in the study. Men and women aged from 55 to 79 years (for women -at least five years after menopause). Study participants were divided into CVD-free and CVD group by the results of cardiological examination. CVD group included patients who have been observed by a cardiologist with diagnosed CVD.
The observed levels of heteroplasmy did not reach the necessary level for the development of mitochondrial disorders in this study, since it is known that the level of mitochondrial heteroplasmy in patients should exceed 50% to evolve clinical manifestations [7] .
The study was conducted in accordance with the Helsinki Declaration of 1975 as revised in 1983; all participants gave their written informed consent prior to their inclusion in the study.
Mitochondrial DNA was isolated by phenol-chloroform extraction [8] . Polymerase chain reaction (PCR) was used in order to obtain DNA fragments containing the region of the investigated mutations [1] . Analysis of the heteroplasmy level was carried out in the investigated mutations using the original quantitative method previously developed on the basis of pyrosequencing technology [9] . The level of heteroplasmy, i.e. % mutant copies of mtDNA from their total amount in the sample was estimated.
Statistical analysis was performed using the IBM SPSS 20.0 software (IBM Inc., USA). Data are expressed in terms of means and standard deviation. 
